We have compared the present HF allele frequency data with those reported previous ly( Table 2) . The HF*A and HF*B allele frequencies are lower than those for another Chinese Han population in northeast China reported by Tsunenari and others (1992) . This difference may be due to the failure to detect HF*Q0 and HF*A1 in northeast Chi nese.The distribution is almost similar to that for Japanese (Nakamura and others, 1990; Kido and others, 1994) , but different from that for German (Luckenbach and others, 1988) in the following respects: (1) the HF*B allele frequency in Chinese is higher than that in German, but the HF*Q0 allele frequency is lower, and (2) the HF*A1 allele is not found in German. Thus, the HF polymorphism in Chinese like Japanese seems to be controlled by four common alleles, HF*A, HF*B, HF*Q0 and HF*A1. The occurrence of the HF*A1 allele at a polymorphic level both in Chinese and in Japanese suggests that this allele may be unique to the East Asian population. Further study in various ethnic groups with a larger population size are needed for the elucidation of anthropological sig nificanceof this genetic marker. 
